Nonlinear modelling approach to human promoter sequences.
By means of the nonlinear modelling technique, we find the nonlinear deterministic structures in the totally 4737 human promoter sequences. These deterministic structures prefer to occur much more outside of a special region around the transcriptional start site. The number and positions of the deterministic structures are basically different for different promoter sequences. Generally, they do not coincide with the CpG islands, the simple repetitive sequences and the low-complexity sequences, which tell us that they should be special structures with biological functions rather than these special segments.